Inferring the genetic basis of inbreeding depression in plants.
Recent progress in the genetic analysis of inbreeding depression in plants is reviewed. While the debate over the importance of genes of dominance versus overdominance effect continues, the scope of inferences has widened and now includes such facets as the interactions between genes, the relative abundance of major versus minor genes, life cycle stage expression, and mutation rates. The types of inferences are classified into the genomic, where many genes are characterized as an average, and the genic, where individual genes are characterized. Genomic inferences can be based upon natural levels of inbreeding depression, purging experiments, the comparison of individuals of differing F (e.g., prior inbreeding), and various crossing designs. Genic inferences mainly involve mapping and characterizing loci with genetic markers, involving either a single cross or, ideally, several crosses. Alternative statistical models for analyzing polymorphic loci causing inbreeding depression should be a fruitful problem for geneticists to pursue. Key words : inbreeding depression, genetic load, self-fertilization, QTL mapping.